Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.011 Å; R factor = 0.059; wR factor = 0.138; data-to-parameter ratio = 7.2.
Related literature

Data collection
Bruker SMART 1000 CCD areadetector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.982, T max = 0.984 3893 measured reflections 1396 independent reflections 1026 reflections with I > 2(I) R int = 0.029 Refinement R[F 2 > 2(F 2 )] = 0.059 wR(F 2 ) = 0.138 S = 1.30 1396 reflections 195 parameters 3 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.24 e Å À3 Á min = À0.22 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). (7) 157 (7) Symmetry code: (i) x; y þ 1; z.
Data collection: SMART (Bruker, 1998); cell refinement: SAINT (Bruker, 1998); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL.
4-Methoxy-N'-(4-methoxybenzylidene)benzohydrazide
Y. Bi
Comment
Hydrazone compounds have attracted much attention due to their biological activities (Peng, 2011; Angelusiu et al., 2010; Ajani et al., 2010; Horiuchi et al., 2009) . In this paper, we present the title compound (I), which is a new hydrazone derivative.
In (I) ( Fig. 1 ), all bond lengths and angles are normal and correspond to those observed in the related compounds (Zhang, 2011; Lei & Fu, 2011; Tang, 2011) . The dihedral angle between the two benzene rings is 3.1 (3)°. In the crystal structure, intermolecular N-H···O hydrogen bonds (Table 1 ) link the molecules related by translation along axis b into chains (Fig. 2 ).
Experimental
Equimolar quantities (1.0 mmol each) of 4-methoxybenzaldehyde and 4-methoxybenzohydrazide were mixed in methanol.
The mixture was stirred at room temperature for half an hour to give a colorless solution. After keeping the solution in air for a few days, colorless block-shaped crystals were formed.
Refinement
Atom H2A attached to N2 was located on a difference map and refined isotropically, with the N-H distance restrained to 0.90 (1) Å. Other H atoms were placed in calculated positions and constrained to ride on their parent atoms with C-H distances of 0.93-0.96 Å, and with U iso (H) set to 1.2U eq (C) and 1.5U eq (C8 and C16). In the absence of any significant anomalous scatterers in the molecule, 735 Friedel pairs were merged before the final refinement. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) 157 (7) Symmetry codes: (i) x, y+1, z.
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